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SEQUENCE LISTING 

<110> KLUSSMANN, ENNO 

OKSCHE, ALEXANDER 
ROSENTHAL, WALTER 

<12 0> NEW SPLICING VARIANT OF A PROTEIN KINASE A ANCHOR 
PROTEIN AND USE THEREOF 

<130> HERTIN-0001 

<140> 10526768 
<141> 2005-11-07 



<150> PCT/EP03/09892 
<151> 2003-09-05 

<150> DE 102 44 072 . 7 
<151> 2002-09-06 

<150> DE 103 06 085.5 
<151> 2003-02-07 

<160> 6 

<170> Patentln Ver. 3.3 

<210> 1 

<211> 1062 

<212> DNA 

<213> Homo sapiens 

<400> 1 

atggagcgcc ccgccgcggg agaaatagat gccaataagt gtgatcattt atcaagagga 60 

gaggaaggga cgggggacct ggagaccagc cctgtaggtt ctctggcaga cctgccgttt 120 

gctgccgtag acattcaaga tgactgtgga ctccctgatg tacctcaagg aaatgtacct 180 

caaggaaacc caaagagaag caaagaaaat agaggcgaca ggaatgatca cgtgaagaag 2 40 

aggaagaagg ccaagaaaga ttatcaaccc aactatttcc tgtccattcc aatcaccaac 300 

aaaaagatta cagctggaat taaagtcttg caaaattcga tactgagaca ggataatcga 360 

ttgaccaaag ccatggtcgg cgacggctcc tttcacatca ccttgctagt gatgcagcta 420 

ttaaacgaag atgaagtaaa cataggtacc gacgcgcttt tggaactgaa gccgttcgtt 480 

gaggagatcc ttgaggggaa gcatctgact ttgcccttcc acgggattgg cactttccaa 540 

ggtcaggttg gctttgtgaa gctggcagac ggagatcacg tcagtgccct cctggagata 600 

gcagagactg caaaaaggac atttcaggaa aaaggcatcc tggctggaga aagcagaact 660 

tttaagcctc acctgacctt tatgaagctg tccaaagcac caatgctctg gaagaaggga 720 

gtgagaaaaa tagagcctgg attgtatgag caatttatcg accacagatt tggagaagaa 7 80 

atactgtacc aaatagatct ctgctccatg ctgaagaaaa aacagagcaa tggttattac 840 

cactgcgagt cttcgatcgt gatcggtgag aaggaccgaa aggagcctga ggatgctgaa 900 

ctggtcaggc tcagtaagag gctggtggag aacgccgtgc tcaaggctgt ccagcagtac 960 

ctagaagaga cacagaacaa aaagcagccg ggggagggga actccgtcaa agctgaggag 102 0 

ggagatcgga atggcgatgg cagtgataac aaccggaagt ga 1062 



<210> 2 
<211> 353 
<212> PRT 



<213> Homo sapiens 



<400> 2 

Met Glu Arg Pro Ala Ala Gly Glu lie Asp Ala Asn Lys Cys Asp His 
15 10 15 

Leu Ser Arg Gly Glu Glu Gly Thr Gly Asp Leu Glu Thr Ser Pro Val 
20 25 30 

Gly Ser Leu Ala Asp Leu Pro Phe Ala Ala Val Asp lie Gin Asp Asp 
35 40 45 

Cys Gly Leu Pro Asp Val Pro Gin Gly Asn Val Pro Gin Gly Asn Pro 
50 55 60 

Lys Arg Ser Lys Glu Asn Arg Gly Asp Arg Asn Asp His Val Lys Lys 
65 70 75 80 

Arg Lys Lys Ala Lys Lys Asp Tyr Gin Pro Asn Tyr Phe Leu Ser lie 
85 90 95 

Pro lie Thr Asn Lys Lys lie Thr Ala Gly lie Lys Val Leu Gin Asn 
100 105 110 

Ser lie Leu Arg Gin Asp Asn Arg Leu Thr Lys Ala Met Val Gly Asp 
115 120 125 

Gly Ser Phe His lie Thr Leu Leu Val Met Gin Leu Leu Asn Glu Asp 
130 135 140 

Glu Val Asn lie Gly Thr Asp Ala Leu Leu Glu Leu Lys Pro Phe Val 
145 150 155 160 

Glu Glu lie Leu Glu Gly Lys His Leu Thr Leu Pro Phe His Gly lie 
165 170 175 

Gly Thr Phe Gin Gly Gin Val Gly Phe Val Lys Leu Ala Asp Gly Asp 
180 185 190 

His Val Ser Ala Leu Leu Glu lie Ala Glu Thr Ala Lys Arg Thr Phe 
195 200 205 

Gin Glu Lys Gly lie Leu Ala Gly Glu Ser Arg Thr Phe Lys Pro His 
210 215 220 

Leu Thr Phe Met Lys Leu Ser Lys Ala Pro Met Leu Trp Lys Lys Gly 
225 230 235 240 

Val Arg Lys lie Glu Pro Gly Leu Tyr Glu Gin Phe lie Asp His Arg 
245 250 255 

Phe Gly Glu Glu lie Leu Tyr Gin lie Asp Leu Cys Ser Met Leu Lys 
260 265 270 

Lys Lys Gin Ser Asn Gly Tyr Tyr His Cys Glu Ser Ser lie Val lie 
275 280 285 



Gly Glu Lys Asp 
290 

Ser Lys Arg Leu 
305 

Leu Glu Glu Thr 



Lys Ala Glu Glu 
340 

Lys 



Arg Lys Glu Pro 
295 

Val Glu Asn Ala 
310 

Gin Asn Lys Lys 
325 

Gly Asp Arg Asn 



Glu Asp Ala Glu 
300 

Val Leu Lys Ala 
315 

Gin Pro Gly Glu 

330 

Gly Asp Gly Ser 
345 



Leu Val Arg Leu 



Val Gin Gin Tyr 

320 

Gly Asn Ser Val 
335 

Asp Asn Asn Arg 
350 



<210> 3 
<211> 44 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Synthetic 
primer 

<400> 3 

ctcgagctca agcttcgaat tctgatggag cgccccgccg cggg 44 



<210> 4 
<211> 45 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Synthetic 
primer 

<400> 4 

ggcgaccggt ggatcccggg cccggttgtt atcactgcca tcgcc 45 



<210> 5 
<211> 51 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Synthetic 
primer 

<400> 5 

tcagatctcg agctcaagct tcgaattctg atgagccaca tccagatccc g 51 



<210> 6 
<211> 38 



<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Synthetic 
primer 



<400> 6 

gaccggtgga tcccgggcct gcccgaggtt gcccagat 



38 



